. Bright field microscopy of T-84 cells after exposure to CNT at different doses (0.001, 0.1, and 10 µg/ml), control fruits extract (CP4), and CNT-containing fruits (CNT4) during two-time points (1-and 48-hour post-exposures) . Arrows showing the agglomeration of CNT after long time exposure. Figures were taken at 20X magnification. Scale bar equal to 100µm. Figure S2 . Schematic diagram of the 4 different analysis considered during the data analysis of RNA Next Generation Sequencing. Analysis 1 included the comparison of gene expression of T-84 cells exposed to CNT (at 3 concentrations) versus the negative (untreated) control. Analysis 2 was a comparison between transcriptome of cells exposed to control fruits versus the negative (untreated) control. Analysis 3 was made by the comparison of gene expression of cells exposed to CNTcontaining fruits versus the negative (untreated) control. Analysis 4 included the comparison of transcriptome of two group of cells exposed to control fruits or to fruits containing MWCS2 fruits to T-84 epithelial cells. Tomato fruits extract were exposed at a concentration of 3µg/ml.
6
Gene expression results are based on the number of RNA-seq transcripts detected, which were normalized and expressed as fold change compared to the untreated control. The fold change threshold score was selected for a 98% confidence. Darker red gradient indicates increased/higher gene expression while darker green gradient indicates suppression/lower of gene expression.
7 Figure S4 . Heat map of the top 38 significantly perturbed genes during exposure of tomato CNTcontaining fruitsto T-84 epithelial cells. Tomato fruits extracts were exposed at a concentration of 3µg/ml. Gene expression results are based on the number of RNA-seq transcripts detected, which were normalized and expressed as fold change compared to the untreated control. The fold change threshold score was selected for a 98% confidence. Darker red gradient indicates increased/higher gene expression while darker green gradient indicates suppression/lower of gene expression.
8 Figure S5 . Heat map of the top 76 significantly perturbed genes during exposure of tomato CNTcontaining fruits to T-84 epithelial cells. Tomato fruits extracts were exposed at a concentration of 3µg/ml. Gene expression results are based on the number of RNA-seq transcripts detected, which were normalized and expressed as fold change compared to the gene expression of cells exposed to control fruits. The fold change threshold score was selected for a 98% confidence. Darker red 9 gradient indicates increased/higher gene expression while darker green gradient indicates suppression/lower of gene expression. Table S3 . Classification of genes significantly altered by exposure of control fruits to epithelial T-84 cells into three categories: Cell adhesion, tight junction, and adherens junction. The gene identification and classification were performed using DAVID software analysis (DAVID Bioinformatics Resources 6.7, NIAID/NIH. 
